FIG. 1 




BIR domains X3RX 20 .23GX 11 CX 2 CX 16 HX 6 CX3 
Ring Zinc Finger C 3 HC A 



# 



FIG. 2 





FIG. 3 



1 2 3 4 5 6 7 



X1AP 




9 10 11 12 13 14 15 16 




9.5 kb 



2.2 kb 



Actin 
control 





1. Heart 

2. Brain 

3. Placenta 

4. Lung 

5. Liver 

6. Smooth muscle 

7. Kidney 

8. Pancreas 



9. Spleen 

10. Thymus 

11. Prostate 

12. Testis 

13. Ovary 

14. Small intestine 

15. Colon 

16. Peripheral blood 

leukocyte 



• 



FIG. 4A 



XIAP Start 



462 GAGACGGTGGACAAGTCCTATATTCAAGAGAACJ 
i| I I 1 1 I I I • 1 t f f ■ 1 1 I I IN Hj 

1 gaaaaggtggacaagtcctattttcaagagaagI 



ACTTTGAACAGTTT 511 

lltll I I I 1 I I 1 1 
ACTTTTAACAGTTT 50 



1385 



512 CGAAGGAT CT AAAAC G T AT GT GTC T GCAGACAT CAATXAGGATGAAGAAT 
Hlllllllltlll I III IIMIIIIIIIIII:IIH IMIIII 
51 T GAAGGAT CT AAAAC T T GTGTACCT GCAGACAT CAAT AAGGAAGAAGAAT 

562 TAGTAXAAGAGATTAATAGATCAAAAACGTTTGCTGGCTTTGCAGGTGGT 

| 111:11111 llllll MH MMI 1,111 

101 TTGTAGAAGAGTTTAATAGATTAAAAACTTTTGCTAATTTTCCAAGTGGT 



561 



100 



611 



150 



950 



1435 



1000 



612 GGGCCTGCCTGGGCATCGGCGC 

I I I I I I i I I M II 1 
151 AGTCCTGTTTCAGCATCAACACTGGCACGAGCAGGGTTTCTTTATACTGG 



GT 635 



200 



685 



636 TGGAGGAGACGCCCTGGGGGGCCTTAGCTGCCCTGAAGCGGTAGACAGGT 

|| HUH II II II II MM II I M Ml I MM II I 
TGAAGGAGATACCGTGCGGTGCTTTAGTTGTCATGCAGCTGTAGATAGAT 250 



201 

686 GGCAACGTGGGGGCTCAGGAGTTGACAAACACAAGAAAGCAGCGCCGAAT 
Hill Ml I MMI Mill I Mill Mill I I M Ml 
251 GG CAAT AT GGAGACT CAGCAG T T GGAAGACACAGGAAAGTAT C CCCAAAT 



735 



300 



1336 TATGCTATAGGTCAAGAGGATAAAGTACAGTGCTTTCACTGTGGAGGAGG 

HUH Hill III Mill MM M IIIIIIMMIII 

901 TATGCTTTAGGTGAAGGTGATAAAGTAAAGTGCTTTCACTGTGGAGGAGG 

1386 GCTAGC CAACT GGAAGCCCAAGGAAGATCCTTGGGAACAGCAT GCT AAAT 
HIM | | I I I I I I I II Mill I I II I II M M I I I I M M II 
951 GCTAACTGATTGGAAGCCCAGTGAAGACCCTTGGGAACAACATGCTAAAT 

1436 GGTATCC^GGTTGCAAATATCTGCTAGAAGAGAAGGGACATGAATATATA 1485 

llllll 111! I 1 1 1 1 I ! I I 1 1 1 Mill MMMIIM MM MM I 
1001 GGTATCCAGGGTGCAAATATCTGTTAGAACAGAAG^3GACAAGAATATATA 1050 

1486 AACAACATTCATTTAACCCGTTCACTTGAGGGAGCTCTGGTACAAACTAC 1535 

HIM 1 1 1 1 1 1 1 1 1 1 1 I Ml 1 1 II 1 1 M MIMM IIMM 
1051 AACAAT ATT CAT TTAAC TCAT T CACTTGAGGAGTGT C TGGTAAGAACT AC 1100 

1536 CAAGAAAACACC^TCACTAACTAAAAGAATCAGTGATACCATCTTCCCTA 1585 

imiiimiimi mm i 1111 1 

1101 TGAGAAAACAC CATCACTAACT AGAAGAATT GATGATACCATC TT C CAAA 1150 



736 TGCAGGTTTATCCGCAGCTTTTATTTTGAAGACAGTGCCACGAAACCTGC 785 

lilt M I MM MM Mill I Mill MM I Ml 

TGCAGATTTATCAACGGCTTTTATCTTGAAAATAGTGCCACGCAGTCTAC 350 



1586 ATCCTATGCTACAAGAAGCTATACGAATGGGATTTGATTTCAAGGACGTT 

111 milMMIMMMIIIMI M MMMIIM II 

1151 AT C CTAT GGTACAAGAAGC TAT ACGAATGGGGT T CAGT TT CAAGGACATT 



1635 



1200 



1685 



301 TG 



835 



786 AAATCCTGGTGTCCCAAATAGTCAATACCAAGTTGAAAACCATCTGGGAG 

MM mil III III MM Ml MIIIIMIM MMMM 
AAATTCTGGTATCCAGAATGGTCAGTACAAAGTTGAAAACTATCTGGGAA 400 



351 

836 AGGAAAAGCGTTGTGCTTTAGACAGGCCGTATGAGACTCGTGCAGACCGG 

Ill MIIIIMIM I llllll I MIMM 

401 GCAGAGATCATTTTGCCTTAGACAGGCCATCTGAGACACATGCAGACTAT 



885 



450 



935 



886 CTT TTGAGAGCT GGACAGGT GGT GGAT AGATCAGAC TCCAT ACAC CCGAG 
IIIIMIM till Mill II MM MIMM MMI IMIIII 
CTTTTGAGAACTGGGCAGGTTGTAGATATATCAGACACCATATACCCGAG 500 



451 



985 



936 GAGCCCCGCCATGCATAGTGAAGAAGCTAGATAACAGTCGTTTCACAACT 

II in mm II M I I I I I 1 I I I I I 1 I I MM MMI MM 
GAACCCTGCCATGTATTGTGAAGAAGCTAGATTAAAGTCCTTTCAGAACT 550 



501 

986 GGCCAGCCTCTGCCCACTTGACCCCGAGAGAGCTGGCCAGTGCTGGGCTG 

IMIM II I I Mill MUM I II MMMM II 

551 GGCCAGACTATGCTCACCTAACCCCAAGAGAGTTAGCAAGTGCTGGACTC 



1035 



600 



1085 



1036 TACTACACAGGCACTGATGACCAAGTGCAGTGCTTCTGTTGTGGCGGAAA 
IHIIIIIIII | I! MIIMIIIIIIIMIII MMMM Mill 
601 TACTACACAGGTATTGGTGACCAAGTGCAGTGCTTTTGTTGTGGTGGAAA 650 

1086 ACTGAAAAACTGGGAACCTGGTGATCGTGCCTGGTCAGAACACAGGAGAC 1135 
1 1 1 1 1 1 1 1 1 IIIIIMM ! I I r 1 1 1 1 1 1 1 1 1 1 I I M 1 1 I M 1 1 I Ml 
651 ACTGAAAAATTGGGAACCTTGTGATCGTGCCTGGTCAGAACACAGGCGAC 700 

1136 ATTTTCCTAATTGCTTCTTTATTTTGGGCCACAACGTTAATATTCGAGGT 1185 

i mi mmmiiiii iiiimim n mimiimm m 

701 ACTTTCCTAATTGCTTCTTTGTTTTGGGCCGGAATCTTAATATTCGAAGT 750 
1186 GAATCTGATGTT(X:GAGTTCTGATAGGAATTTCTCAAATTCAACAAGTTC 1235 

minim ii iiiimim urn miMimii i 

751 GAATCTGATGCTGTGAGTTCTGATAGGAATTTCCCAAATTCAACAAATCT 800 



1636 AAGAAAATAAT GGAGGAAAGAAT T CAAACATCT GGGAGCAACT AT AAAAC 
inMIMMMMMIM llllll I MMMMMMMIMM I 
1201 AAGAAAATAATGGAGGAAAAAATTCAGATATCTGGGAGCAACTATAAATC 1250 

1686 GCTTGAGGTTCTTGTTGCAGATCTAGTGAGCGCT(3AGAAAGACACTACAG 1735 

mum mi ii MiiMii mm mmmiiiii m m 

1251 ACTTGAGGTTCTGGTTGCAGATCTAGTGAATGCTCAGAAAGACAGTATGC 1300 

1736 AAAATGAATT GAAT CAGACT TCATTGCAGAGAGAAATCAGCCCTGAAGAG 1785 

H nil I I II II II I 1 1 M I MM Ml M M MMMM 
1301 AAGATGAGTCAAGTCAGACTTCATTACAGAAAGAGATTAGTACTGAAGAG 1350 

1786 CCGCTAAGGCGTCTGCAAGAGGAGAAGCTTTGTAAAATCTGCATGGACAG 1835 

I 1 1 1 ] ) 1 1 1 1 MMMim MM MMMM Mill II 

1351 CAGCTAAGGCGCCTGCAAGAGGAGAAGCTTTGCAAAATCTGTATGGATAG 1400 

1836 ATATATCGCTGTTGTTTTTATTCCTTGTGGACATCTGGTCACTTGTAAAC 1885 

I mi Ml I MUM MIMMIIIMMM IIMIIMIMII 
1401 AAATATTGCTATCGTTTTTGTTCCTTGTGGACATCTAGTCACTTGTAAAC 1450 

1886 AATGTGCTGAAGCAGTTGACAGATGTCCCATGTGCAGCGCGGTTATTGAT 1935 

llimiMMIIIilllMI I ! I I I I 1 I I 1 I I I I M Ml I 
1451 AATGTGCTGAAGCAGTTGACAAGTGTCCCATGTGCTACACAGTCATTACT 1500 



1936 TTCAAGCAAAGAGTTTTTATGTCTl 
i 1 1 1 1 I 1 1 M I I M M II M I II 
1501 TTCAAGCAAAAAATTTTTATGTCll 



IpGTAACTCTACAGTGGGTGTGCT 1985 
|i 1IIIMM Ml M Ml 
IrCTAACTCTATAGTAGGCATGTT 1550 



1986 A .TGTTCTTATTACCCTGATTAAATGTGTGATGTGA 2020 

| || Ill Mill MM IMViMMIMM 

1551 ATGTTGTTCTTATTACCCTGATTGAATGVgTGATGTGA 1588 




TIAP/XIAP 
Stop 



1236 TCCAAGGAATCCATC< 

mum 1 1 1 1 1 1 1 1 1 

801 TCCAAGAAATCCATO 



IGGGTTATGAAGCCCGGCTCATTACTTTTG 1285 
I | IIIIMIM 111 M MMMIM 

/TTATGAAGCACGGATCTTTACTTTTG 850 




TIAP Start 



1335 



1286 ggacatggatgtactccgtcaacaaagagcagcttgo^agagctggattt 
Minimi mil n urn iimimimiiimmmiimi 

851 GGACATGGATATACTCAGTTAACAAGGAGCAGCTTGCAAGAGCTGGATTT 900 
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psedpwechakwypgckylleqkgqeyinnihlthsleeclvrttektps 



100 



372 



101 LTKRISDTIFPNPMLQEAIRMGFDFKDVKKIMEERIQTSGSNYKTLEVLV 150 

I I : I I . I I I I . I I I : I I I I I I I I • I I I : I I M I I : I I . I I I I I I . I I I I I 
373 LTRRIDDTIFQNPMVQEAIRMGFSFKDIKKIMEEKIQISGSNYKSLEVLV 422 



151 ADLVSAQKDTTENELNQTSLQREISPEEPLRRLQEEK1CKICMDRYIAVV 

| | | | . | | | | • ::l .11111:111. II- I I I I I I I I I I I I I I I I ll:| 
423 ADLVNAQKDSMQDESSQTSLQKEISTEEQLRRLQEEKl)gKl|cjyiDRNIAIV 



200 
472 



201 FI1 
473 



fOgEIl VtSkOOAEAV DP C PM C S AVI DFKQRVFMS 



I I 



Mill: 



FVPCGHLVTCKQC AEAVDF CPMCYTVIT FKQKI FMS 508 



236 



. I I . I I I :: I I I 
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5'UTR (1.5kb) 



ATG TAA 

Coding region (1Mb) 



3' UTR (6.5kb) 



AAAAAAA 



XIAP CDNA 



5'UTR (>1.0kb) 
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Testes IAP cDNA 



26 bp deletion Codin9 re9bn (710 bp) 



3' UTR (66bp) 



Part of 5' UTR of Testes IAP homologous to a BIR domain 
BIR domains 
Ring Zinc Finger 




FIG. 6 



5' UU* of TIAP cDNA 



1 CAACTACACACGTGTGTGTGCGCGTGTGTATAAAACACAGTGCACTAATA 

• • • • • 
5 1 CTCAGCCTTTAAAAAAAATGCCACTTGCAACAACGTAGATGGAGCTGGAC 

• • • • • 

101 GATATCATGCTAAAATTATGCAAAGTGAAACAAGCACAAAAAAGAACGAG 

• • ■ • • 
151 ACACGGGCGTGGGGCACGAGGTGCTCACTGXGCAAGCGCCCACTCCACCG 

• • • • . 

201 CGTGGTTTCCAGCTGGAGGCTGGGAGCGTTXGTGGCTTCCTCTTTTCTTG 

• • • • • 



251 CTGACCCTTCGGAG pTCTGGGAAGTGGCTGCACCTTGGCGGCTCCCC^GA 



301 GCGCGCGGTGCTAATCGTGGGTCGTC AGCCTGGGTGGCTGGGCCCGGCTT 350 



351 



401 



451 



AGGGCAGGGTTTGGCATTTCCAATGGTAGGGGGCTCGGACCGTCCCTCCG 



CGGGACCCTCCCGTTGGGACAAGGCCGATCGCCTGGGCGGTTGGAGCCGC 
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TATCCTGGCGCGAGACGq rGGACAAGTCCTATATTCAAGAGAA G|RLTAj ?VCT 5 0 0 

/ \ 



5 1 UTR probe 



Equivalent position of 
XIAP start codon 



